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Abstract
The autophagosomal SNARE Syntaxin17 (Syx17) forms a complex with Snap29 and
Vamp7/8 to promote autophagosome-lysosome fusion via multiple interactions with the
tethering complex HOPS. Here we demonstrate that, unexpectedly, one more SNARE
(Ykt6) is also required for autophagosome clearance in Drosophila. We find that loss of Ykt6
leads to large-scale accumulation of autophagosomes that are unable to fuse with lyso-
somes to form autolysosomes. Of note, loss of Syx5, the partner of Ykt6 in ER-Golgi traffick-
ing does not prevent autolysosome formation, pointing to a more direct role of Ykt6 in fusion.
Indeed, Ykt6 localizes to lysosomes and autolysosomes, and forms a SNARE complex with
Syx17 and Snap29. Interestingly, Ykt6 can be outcompeted from this SNARE complex by
Vamp7, and we demonstrate that overexpression of Vamp7 rescues the fusion defect of
ykt6 loss of function cells. Finally, a point mutant form with an RQ amino acid change in the
zero ionic layer of Ykt6 protein that is thought to be important for fusion-competent SNARE
complex assembly retains normal autophagic activity and restores full viability in mutant ani-
mals, unlike palmitoylation or farnesylation site mutant Ykt6 forms. As Ykt6 and Vamp7 are
both required for autophagosome-lysosome fusion and are mutually exclusive subunits in a
Syx17-Snap29 complex, these data suggest that Vamp7 is directly involved in membrane
fusion and Ykt6 acts as a non-conventional, regulatory SNARE in this process.
Author summary
SNARE proteins are critical executors of most vesicle fusion events in eukaryotic cells. 4
SNARE domains assemble into a bundle to promote fusion. We have previously shown
that Syntaxin 17, Snap29 (contributing 2 SNARE domains) and Vamp7 form the SNARE
complex executing autophagosome-lysosome fusion in Drosophila. Surprisingly, one
more SNARE protein (Ykt6) is also required in vivo for autophagosome-lysosome fusion.
We find that Ykt6 can form a less stable complex with Syntaxin 17 and Snap29 than
Vamp7, because Vamp7 outcompetes Ykt6. Ykt6, Vamp7 and Syntaxin 17 all bind to the
tethering complex HOPS to promote vesicle fusion. Ykt6 likely plays a non-canonical role
in autophagosome-lysosome fusion, because its mutant form (which is thought to be
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unable to assemble into a fusion-competent SNARE complex) still rescues the fusion
defect of ykt6 mutant cells, and it restores viability in mutant animals.
Introduction
Macroautophagy (hereafter autophagy) is a conserved lysosomal self-degrading and self-
renewal pathway in eukaryotic cells. The fusion of autophagosomes with late endosomes/lyso-
somes is a critical step of autophagy. Fusion of eukaryotic membranes requires several func-
tionally conserved factors including Rab family GTPases, tethering complexes and the
appropriate complex of soluble N-methylmaleimide sensitive factor attachment protein recep-
tor (SNARE) proteins. Rab GTPases define membrane identity and recruit the appropriate
tethering factors. Tethers bridge the two membranes, and in several cases help the assembly of
the SNARE complex, too [1,2]. Most SNAREs are membrane anchored proteins, and all of
them contain either one or two alpha helical SNARE motifs. This special coiled coil motif
allows these proteins to form heterotetrameric SNARE complexes. Based on the biochemical
properties of this motif, SNAREs are classified as Qa, Qb, Qc or R types. Qa, Qb and Qc
SNAREs contain a glutamine while R SNAREs contain an arginine in the central (zero) layer
of the assembled SNARE bundle. A fusion-competent quaternary SNARE complex contains
one of each in the following orientation: Qabc SNARES are present in the first membrane and
the complementary R-SNARE is found in the opposite membrane. The formation of a QabcR
quaternary trans-SNARE complex promotes membrane fusion. After the fusion, SNAREs
remain zippered in the same membrane (referred to as a cis-SNARE complex) until the Nsf-
αSNAP complex untangles the bundle, followed by recycling of the monomeric SNAREs [3].
In metazoans, Rab7 and Rab2 are the most important small GTPases mediating autophago-
some-lysosome fusion through their interaction with the HOPS heterohexameric tethering
complex [4–7]. HOPS not only acts as a tether, it also interacts with the autophagosomal Qa
SNARE Syntaxin 17 (Syx17), and helps the assembly of the Syx17-Snap29-Vamp7/8 (Drosoph-
ila/mammalian, respectively) Qa-Qbc-R SNARE complex [8–11].
Vamp7 together with Sec22 and Ykt6 belongs to the longin subfamily among R-SNAREs, as
all of them have a ~150 aa longin N-terminal domain (LD) [12], which distinguishes these
from the brevin subfamily that have shorter N-termini. Sec22 and Vamp7 act in the Golgi to
ER transport pathway [13] and late endosomal-lysosomal fusion events [14,15], respectively.
However, the role of Ykt6 is less well characterized. In contrast to Vamp7 and Sec22, Ykt6 has
no transmembrane domain: it associates to membranes through its double lipid anchor. The C
terminus of mammalian Ykt6 contains a CCAIM motif in which the more C-terminal cysteine
is constitutively farnesylated, while the other cysteine is reversibly palmitoylated. This revers-
ible post-translational modification promotes a switch between the open and the closed con-
formations of the protein. Depalmitoylated Ykt6 forms a closed hairpin structure, in which the
longin domain folds back to the SNARE motif. As the farnesyl group is hidden in this confor-
mation, the closed form of Ykt6 is soluble, and it becomes membrane-associated in the open,
palmitoylated form [16–22]. This cycling between the cytoplasm and membranes makes Ykt6
extremely mobile, as it can travel between different compartments independent of membrane
trafficking routes. Due to this high mobility, Ykt6 has an unusually diverse function in various
vesicular pathways. Its role was described in the early secretory pathway [23–25], it may also
promote secretion [26,27], and finally, yeast Ykt6 interacts with HOPS and plays an important
but incompletely understood role in vacuolar fusion events [28–30]. During autophagy, yeast
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Ykt6 was suggested to promote phagophore assembly and autophagosome formation, rather
than fusion [31].
The regulation of metazoan autophagosome-lysosome and yeast homotypic vacuole fusions
show some similarities [32]. In yeast cells, fusion is mediated by HOPS and Ypt7/Rab7 [33].
Although vacuolar SNAREs are not conserved (except for the Qb Vti1), all of these show struc-
tural and functional similarities to their metazoan analogs. Vam3 is a syntaxin-like Qa, Vam7
is a SNAP-like Qc [34] and finally Nyv1 is a Vamp7-like longin family R-SNARE with a trans-
membrane domain [35].
One could speculate that metazoan Ykt6 and Vamp7 may also coexist on the surface of lyso-
somes, and the role of metazoan Ykt6 is unclear. Here we show that Ykt6 is essential for autop-
hagosomal clearance in Drosophila larval fat cells, and that Ykt6 is not functionally redundant
with Vamp7. We demonstrate the competition between Ykt6 and Vamp7 for SNARE complex
formation with Syx17 and SNAP29, and show that both lysosomal R SNAREs interact with
HOPS through their longin domains. Finally, we demonstrate that the zero layer arginine is
not essential for Ykt6 function. These findings suggest that Ykt6 acts as a non-conventional,
regulatory SNARE in the course of autophagosome-lysosome fusion.
Results
Loss of Ykt6 results in autophagosomal fusion defects in Drosophila
The discovery of the machinery that mediates autophagosome-lysosome fusion in metazoans
(the Syx17-Snap29-Vamp7/Vamp8 SNARE and HOPS tethering complexes) suggested that
the main players of this process have been identified. We identified the Syx17-Snap29-Vamp7
complex as a result of an RNAi screen targeting Drosophila SNARE-encoding genes in fat cells
of starved L3 stage larvae [8]. In addition to these three SNAREs, loss of other genes also influ-
enced autophagy. To evaluate these hits we carried out additional experiments by using inde-
pendent RNAi lines. We induced autophagy by a 4h starvation in genetically mosaic early L3
larvae, which expressed RNAi transgenes in their GFP positive fat cell clones. Interestingly,
cells expressing an RNAi line targeting ykt6 (ykt6 RNAi/1) resulted in accumulation of small,
faint 3xmCherry-Atg8a positive autophagic structures, unlike the bigger, brighter dots seen in
surrounding GFP negative control cells, and a similar phenotype was seen when we used an
independent RNAi line (ykt6 RNAi/2) (S1A and S1B Fig). This phenotype resembled those of
syx17, snap29 or vamp7 loss of function cells that accumulate autophagosomes due to a block
of their fusion with lysosomes [8].
The interesting possibility that Ykt6 might be another R SNARE mediating autophagosome
clearance in parallel or independent of Vamp7 prompted us to further investigate the effects of
ykt6 loss. First we wanted to recapitulate the RNAi phenotype by using mutant alleles. We
obtained two stocks carrying missense mutations: ykt6[A] with a start methionine to isoleucine
change, and ykt6[C] with a glutamine 62 to arginine change in the longin domain, both of
which were isolated in a screen for X-linked lethal mutations that cause morphological and
neurophysiological alterations [36]. We also tested a P-element insertion in the protein coding
region of ykt6[G0155] that truncates the protein after the 76th aa located in the first part of the
longin domain (aa 44–131). All homozygous mutants showed lethality in an early develop-
mental stage, so we carried out mosaic analysis. GFP negative mitotic clone cells (homozygous
for one of the three ykt6 loss of function alleles above) accumulated small autophagic struc-
tures labelled by 3xmCherry-Atg8a (Fig 1A and 1E and S1C–S1F Fig). Lack of Ykt6 showed a
similar phenotype to that seen in Syx17, Snap29, Vamp7 or HOPS loss of function cells [8,9],
suggesting that Ykt6 is an important regulator of autophagy in Drosophila.
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Our next aim was to understand which step of the autophagic process was disturbed in ykt6
mutant and RNAi cells. We used two different methods to investigate the integrity of the
Fig 1. Ykt6 is required for autophagosome-lysosome fusion. (A) Small, faint 3xmCherry-Atg8a positive autophagic structures accumulate in fat cell
clones homozygous for ykt6[G0155] mutation (GFP-), compared to the surrounding control cells (GFP+). (B) In GFP+ control cells, large LTR positive
autolysosomes are visible, while ykt6 mutant clones (GFP-) contain smaller and more dispersed acidic structures. (C) ykt6 mutant (GFP-) cells show
accumulation of small Lamp-3xmCherry+ lysosomes, compared to controls (GFP+). (D) GFP-p62 levels are low in control cells (RFP+), while this
autophagic cargo accumulates in ykt6 mutant clones (RFP-). ykt6 loss of function cells are encircled in grayscale panels of A-D. (E-H) Quantification of
data from A (E), B (F), C (G), and D (H); n = 10. (I, J) Lamp1-GFP lysosomal and 3xmCherry-Atg8a autophagic markers show extensive colocalization
(yellow arrowheads) in control cells (I). In contrast, knockdown of ykt6 strongly inhibits the overlap of these two reporters (J). Boxed regions are
enlarged in insets, showing merged images (top), red (middle) and green (bottom) channels in I, J. (K) Transmission electron microscopy image from a
genetically mosaic larva. Double-membrane autophagosomes (green arrowheads) accumulate and autolysosomes (AL) seen in the control cell are absent
from the ykt6[G0115]mutant cell. The border between the control and mutant cell is indicated by purple dashed line in K. Scale bars in A and I equal
20 μm for A-D and I, J, respectively. Scale bar in K: 1 μm.
https://doi.org/10.1371/journal.pgen.1007359.g001
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lysosomal/autolysosomal compartment: Lamp-3xmCherry as a lysosomal membrane reporter,
and LysoTracker Red, a vital dye that labels acidic (auto)lysosomes. We observed a highly frag-
mented lysosomal compartment in ykt6 loss of function cells compared to neighboring con-
trols in both sets of experiments (Fig 1B, 1C, 1F and 1G), again suggesting that cells lacking
Ykt6 are defective in autophagosome-lysosome fusion.
We next investigated autophagic degradation using a tubulin promoter-driven GFP-p62
reporter. P62 is a selective autophagosome cargo degraded in autolysosomes. Homozygous
ykt6[G0155]mutant fat cell clones showed accumulation of GFP-p62 compared to surround-
ing RFP-negative control cells in both starved (Fig 1D and 1H) and well-fed conditions (S1G
and S1H Fig), indicating an autophagic degradation (flux) defect.
To confirm that autophagosome-lysosome fusion is perturbed by the absence of Ykt6, we
generated Lamp1-GFP (lysosome reporter) expressing control and ykt6 knockdown fat cell
clones, and evaluated its overlap with 3xmCherry-Atg8a positive autophagic structures. As
expected, control cells showed large 3xmCherry-Atg8a and Lamp1-GFP double positive auto-
lysosomes (79.5% of 3xmCherry-Atg8a dots, n = 200) (Fig 1I). In contrast, the colocalization
was reduced in ykt6 RNAi cells (19% and 24% of 3xmCherry-Atg8a dots, n = 200–200, respec-
tively) (Fig 1J, S2A Fig), indicating that these cells are indeed defective in autophagosome-
lysosome fusion. Investigating the overlap between 3xmCherry-Atg8a and the lysosomal pro-
tease Cathepsin L resulted in similar results: ykt6[G0155]mutant cells showed decreased colo-
calization between these two markers (20.5% of 3xmCherry-Atg8a dots, n = 200) compared to
control cells (89% of 3xmCherry-Atg8a dots, n = 200) (S2B Fig). Ultrastructural analysis of
ykt6[G0155] homozygous mutant cells further confirmed the fusion defect: mutant cells accu-
mulated unfused autophagosomes unlike neighboring control cells (Fig 1K).
Given that Ykt6 is known to function in the secretory pathway, we wanted to exclude the
possibility that it affects fusion indirectly via its other role. Syntaxin 5 is a known partner of
Ykt6 in yeast and mammalian cells [37] and its loss was shown to impair autophagic degrada-
tion [38], so we next analyzed autophagy in Syx5 loss-of-function cells. While the number of
3xmCherry-Atg8a autophagic structures increased in GFP-marked Syx5 knockdown cells,
their average size was not significantly different from those in surrounding control cells (S3A
Fig). We also generated fat cell clones homozygous for Syx5[AR113]mutation, which truncates
the 467 aa protein after aa 310 [39]. Interestingly, LTR-positive acidic autolysosomes appeared
much brighter in mutant cells than in neighboring control cells (S3B Fig), which likely repre-
sent highly acidic autolysosomes that may not be fully functional. Finally, ultrastructural analy-
sis of Syx5 mutant fat cells revealed the presence of autolysosomes containing partially
degraded autophagic cargo (S3C Fig). Thus, the different phenotypes of Ykt6 versus Syx5 loss
indicate that Ykt6 likely plays a more direct role in autolysosome formation.
Ykt6 localizes to lysosomes
If Ykt6 acts as an R SNARE in the course of autophagosome clearance, it should localize to
autophagic or lysosomal membranes. We generated fly lines carrying a UAS promoter driven,
N-terminally HA tagged Ykt6 expressing transgenic construct. We crossed these lines with
heat inducible Gal4 flies to drive HA-Ykt6 expression in larvae by a short heat shock, followed
by immunostainings. HA-Ykt6 showed relatively high diffuse cytoplasmic signal, suggesting
that the majority of intracellular Ykt6 is in a soluble form. Additionally, we detected punctate
HA-Ykt6 signal that remarkably colocalized with Cathepsin L-positive lysosomes (63.5% of
HA-Ykt6 dots, n = 200) (Fig 2A). HA-Ykt6 dots also overlapped with mCherry-Atg8a (48.5%
of HA-Ykt6 dots, n = 200) (Fig 2B), a reporter that labels all autophagic structures including
autophagosomes and autolysosomes. To explore whether Ykt6 association with lysosomes
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increases upon autophagy induction, we also looked at well-fed larvae. Indeed, Ykt6 distribu-
tion was predominantly diffuse cytosolic under these conditions (S4A Fig).
To confirm that Ykt6 localizes to the limiting membrane of autolysosomes, we performed
immuno-EM analysis. Immunogold labeling of HA-Ykt6 revealed that–in addition to its cyto-
solic pool–Ykt6 preferentially associates with the surface of lysosomes, but not with mitochon-
dria for example (Fig 2C). Our findings that Ykt6 is present on lysosomes raises the possibility
that the lysosomal membrane may use two different R SNAREs (Vamp7 and Ykt6) for autop-
hagosome fusion, similarly to yeast vacuolar fusion that also utilizes two R SNAREs: Nyv1 and
Ykt6.
We also tested the (auto)lysosomal localization of Ykt6 in Vamp7 mutant fat cells from
starved larvae. Starvation is known to increase the number and size of endogenous Cathepsin
L-positive (auto)lysosomes during autophagy induction, and loss of Vamp7 leads to fragmenta-
tion of the lysosomal compartment, that is, more but smaller Cathepsin L structures are seen in
mutants (S4B and S4C Fig). Strikingly, the colocalization of HA-Ykt6 with Cathepsin L-posi-
tive lysosomes decreased, with rare partial overlaps (5% of HA-Ykt6 dots, n = 200) (S4B Fig).
Of note, we did not see any change in the expression levels of either Ykt6 or Vamp7 pro-
teins during starvation-induced autophagy and expansion of the lysosomal system, using a
previously published anti-Vamp7 antibody and our newly generated anti-Ykt6 antisera, the
specificity of which we verified on lysates of wild type and ykt6 RNAi larvae (S4D and S4E
Fig).
Ykt6 competes with Vamp7 for SNARE complex formation
To further understand the role of Ykt6 during autophagosome-lysosome fusion we performed
co-immunoprecipitation (co-IP) and pulldown experiments. First we tested whether Ykt6
Fig 2. Ykt6 localizes to lysosomes in starved larval fat cells. (A, B) HA-Ykt6 shows obvious colocalization with
endogenous Cathepsin-L, a lysosomal hydrolase (A), and also with the 3xmCherry-Atg8a autophagic marker (B).
Insets show merged images (top), the corresponding red (middle) and green channels (bottom) enlarged from boxed
regions. Yellow arrowheads indicate the overlapping dots. (C) Immunogold labeling shows that Ykt6 is associated with
the limiting membrane of autolysosomes (yellow arrowheads) and is also present in the cytosol (arrows). Scale bars:
20 μm (A, B), 0.5 μm (C).
https://doi.org/10.1371/journal.pgen.1007359.g002
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could form a classical quaternary SNARE complex with Syx17 and Snap29. No interaction was
observed between FLAG-Syx17 and HA-Ykt6 in co-IP experiments from lysates of cultured
Dmel2 cells transiently expressing these proteins (Fig 3A). In contrast, HA-Ykt6 showed a
strong interaction with FLAG-Syx17 when co-expressed with HA-Snap29, suggesting that
Ykt6 can participate in a SNARE complex as an R SNARE. However, the loss of either Vamp7
or Ykt6 perturbs autophagosome-lysosome fusion, so it was not clear which of these proteins
function as a bona fide R SNARE during fusion. We tested this in cells expressing all four
SNARE proteins. Interestingly, HA-Vamp7 outcompeted HA-Ykt6 from the FLAG-Syx17
containing SNARE complex (Fig 3A), suggesting that the Syx17-Snap29-Ykt6 complex is less
stable than the Syx17-Snap29-Vamp7 complex. This is in line with previous yeast experiments
showing that Ykt6 can form a complex with vacuolar Q SNAREs in vitro, but the formation of
this complex is prevented by Nyv1 [40]. To further explore the interaction between Ykt6 and
subunits of the autophagosomal SNARE complex, we carried out pull down experiments with
recombinantly expressed GST tagged, full length Ykt6. We observed that Ykt6 binds to endog-
enous Syx17 but not to overexpressed GFP-Vamp7 from L3 larval lysates (S5A and S5B Fig).
We next purified recombinant MBP- or GST-tagged SNARE motifs of Syx17, Vamp7, Ykt6
and MBP tagged full length Snap29, and carried out pulldown experiments (Fig 3B). Both
MBP-Snap29 and MBP-Vamp7 SNARE motifs bound strongly to the GST-tagged Syx17
SNARE motif. We also detected a weaker binding between GST-Syx17 and MBP-Ykt6 SNARE
Fig 3. Ykt6 can form a SNARE complex with Syx17 and Snap29. (A) Co-IPs from cultured Drosophila cell lysates
expressing tagged SNARE proteins. Ykt6 interacts with the immobilized Syx17 only in the presence of co-expressed
Snap29. This interaction is highly reduced in the presence of overexpressed Vamp7. Please note that SNAREs were
expressed without their transmembrane domains. (B) GST pull down experiments with recombinant SNARE motifs of
Syx17, Vamp7, Ykt6 and Snap29. Both MBP-Snap29SNARE1+2 and MBP-Vamp7SNARE strongly bind to immobilized
GST-Syx17SNARE. MBP-Ykt6SNARE shows weak binding to Syx17. GST serves as negative control.
https://doi.org/10.1371/journal.pgen.1007359.g003
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motifs. This also suggests that the Syx17-Snap29-Ykt6 SNARE complex is less stable than the
Syx17-Snap29-Vamp7 bundle, explaining how Vamp7 can outcompete Ykt6.
For better understanding why Ykt6 forms an unstable SNARE complex, we generated a
homology model by predicting the structures of Syx17-Snap29-Vamp7/Ykt6 complexes in sil-
ico. We used the crystal structure of the human Syntaxin17-Snap29-Vamp8 [41] as a template
for aligning the SNARE motifs of these Drosophila proteins (S3C Fig). The structure of
Vamp7 fits very well into the Syx17-Snap29 complex, and these proteins likely form a tight
quaternary SNARE bundle (see examples in S3D and S3F Fig), in line with our previous func-
tional and co-IP analyses [8]. In contrast, the aligned Ykt6 SNARE motif shows charge changes
and clashes with the Syx17 SNARE motif at positions Y186 and N193 (S3E and S3G Fig).
These predicted models also support our biochemical data that the Syx17-Snap29-Ykt6 com-
plex is less stable than Syx17-Snap29-Vamp7.
Vamp7 acts downstream of Ykt6 during autophagosome-lysosome fusion
The co-occurrence of Vamp7 and Ykt6 on lysosomal membranes raises the possibility that
these two R SNAREs act redundantly. Although this is a tempting speculation, our findings
that Vamp7 can outcompete Ykt6 from the autophagosomal SNARE complex, and that single
Vamp7 or Ykt6 mutations cause severe autophagic defects make this hypothesis unlikely. We
thus reasoned that Ykt6 and Vamp7 have a separate function during autophagosome-lysosome
fusion. We performed epistasis analysis to test the hierarchy between Vamp7 and Ykt6 during
the fusion process. RNAi silencing of either Vamp7 or Ykt6 resulted in a highly similar pheno-
type: mostly perinuclear accumulation of small, faint 3xmCherry-Atg8a positive autophago-
somes (Fig 4A, 4D, 4E and 4H; S1A and S1B Fig), as expected. Next we generated fat cell
clones overexpressing HA-Ykt6 alone or together with the Vamp7 RNAi transgene. Elevated
level of Ykt6 did not change the number and size of mCherry-Atg8a punctae in either case
(Fig 4B–4D). In line with this, transient expression of HA-Ykt6 failed to restore the number of
LysoTracker positive autolysosomes in fat cells of Vamp7 mutant larvae (S6A–S6D Fig).
We also generated fat cell clones overexpressing GFP-Vamp7 alone or together with ykt6
RNAi transgenes. Interestingly, overproduction of Vamp7 increased the size of autophagic
3xmCherry-Atga structures (Fig 4F and 4H). Importantly, overexpression of Vamp7 restored
the number and size of 3xmCherry-Atga structures in Ykt6 RNAi cells (Fig 4G and 4H; S6E
and S6F Fig).
To further analyze the epistatic effect of Vamp7 over Ykt6, we generated fat cell clones
homozygous mutant for ykt6[G0155] in larvae that overexpress GFP-Vamp7 in all fat cells. In
accordance with the previous RNAi data, Vamp7 overexpression increased the size of
mCherry-Atg8a positive autophagic structures in ykt6 mutant cells, while these cells still
remained smaller than the surrounding control ones (S6G Fig). We also tried to rescue the
early lethality of ykt6[G0155]mutants by ubiquitously overexpressing GFP-Vamp7, but with-
out success.
These results suggest that Vamp7 acts downstream of Ykt6 during autophagosome-lyso-
some fusion, and increased expression of Vamp7 can compensate for the autophagic but not
for other defects of Ykt6 loss of function cells and animals.
Ykt6 interacts with HOPS through multiple binding sites
What could be the role of a less stable Syx17-Snap29-Ykt6 SNARE complex? Although we can-
not completely rule out that Syx17-Snap29-Ykt6 might form a fusion competent SNARE com-
plex, this is unlikely because Vamp7 mutants show a severe autophagosome fusion defect [8],
which is not suppressed by Ykt6 overexpression. Ykt6 is essential for vacuole fusion in yeast,
Non-canonical role of Ykt6 in autophagosome-lysosome fusion
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but previous studies already raised the possibility that its role is independent of being part of a
classical, fusion-competent SNARE complex. Dietrich and colleagues suggested that Ykt6 func-
tions as a palmitoyl transporter and facilitates the palmitoylation of the fusion regulator Vac8,
and blocking Vac8 palmitoylation inhibits vacuole fusion [18,42]. They also demonstrated that
Fig 4. Genetic interactions between Ykt6 and Vamp7. (A-H) Analysis of 3xmCherry-Atg8a in fat cell clones of starved larvae. Knockdown of
Vamp7 leads to the accumulation of small faint 3xmCherry-Atg8a positive autophagosomal clusters near the nucleus of GFP+ RNAi cells, as
opposed to the big bright autolysosomes seen in controls cells lacking GFP (A). Please note that genetically manipulated cells are encircled in
grayscale panels in this and all subsequent images. HA-Ykt6 expression in GFP-labeled clones does not influence the punctate 3xmCherry-Atg8a
signal (B), and co-overexpression of Ykt6 in Vamp7 RNAi cells does not suppress the Vamp7 loss-induced accumulation of autophagosomes
(C). Statistical analysis of data from panels A-C (D); n = 10. Knockdown of ykt6 in GFP-labeled cells also produces perinuclear accumulation of
3xmCherry-Atg8a positive autophagosomes, similar to Vamp7 RNAi (E, compare to A). Expression of GFP-Vamp7 slightly increases the size of
mCherry-Atg8a positive autolysosomes (F). Co-overexpression of Vamp7 rescues the size of 3xmCherry-Atg8a positive autophagic structures in
ykt6 RNAi cells (G). Note that GFP-Vamp7 clearly colocalizes with 3xmCherry-Atg8a in both control and ykt6 RNAi cells in panels F and G. (H)
Statistical analysis of data from panels E-G; n = 10. Scale bar: 20 μm (A-C, E-G).
https://doi.org/10.1371/journal.pgen.1007359.g004
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this palmitoylation occurs at an early time point during vacuole fusion and Ykt6 leaves the
fusion site before the completion of fusion. Additionally, McNew and colleagues demonstrated
that Ykt6 can mediate membrane fusion only if it is attached to a C terminal transmembrane
domain, but not via its natural lipid anchors [43]. These data altogether suggest that Ykt6 has a
regulatory role in yeast vacuole fusion.
During the membrane fusion process, SNAREs not only pull the two membranes close to
each other to achieve fusion, but they also interact with multisubunit tethering complexes [2].
Others and we showed earlier that Syx17 binds to the HOPS tethering complex during autopha-
gosome-lysosome fusion [9,11]. The SNARE-tether interaction is not necessarily restricted to
the SNARE domain: several SNAREs can bind to the appropriate tether through their long N-
terminal domains. For example, the vacuolar syntaxin Vam3 can bind to HOPS through its N
terminal Habc domain in yeast [44]. Both Ykt6 and Vamp7 have an N-terminal longin domain,
but the role of this motif in fusion is still unexplored. To evaluate whether the N-terminal
domain (NTD, including the Habc) of Syx17 or the longin domains (LDs) of Ykt6 and Vamp7
can bind to HOPS, we purified the recombinant GST-tagged LDs of Ykt6 and Vamp7, the NTD
of Syx17, and full-length Ykt6. In GST pulldown experiments using larval lysates, the LDs of
both Ykt6 and Vamp7 as well as the NTD of Syx17 bound to the HOPS subunit myc-Dor/
Vps18 (S7A and S7B Fig). Additionally, even endogenous Carnation/Car (Vps33A ortholog)
could be clearly detected in pulldowns of full-length Ykt6-GST (S7A Fig). These data raise the
possibility that Ykt6 has multiple HOPS interaction sites: its LD probably binds to the core sub-
unit Dor/Vps18, while its SNARE domain likely binds to Car/Vps33A. These results fit well
with previous data showing that HOPS subunits interact with various regions of SNARE pro-
teins, but the SNARE chaperoning subunit Vps33 binds only the SNARE bundle [44–46].
To our knowledge, this is the first report of a physical interaction supporting a role for the
LDs of R SNAREs in the regulation of vesicle fusion. Binding of the LDs of both Ykt6 and
Vamp7 to a core HOPS subunit might be a novel regulatory step of HOPS-mediated vesicle
tethering. This also raises the possibility that all LD SNAREs might interact with a multisubu-
nit tethering complex through their LDs. In fact, yeast Sec22 also binds to the ER-Golgi tether
Dsl1 complex [47], although the involvement of its LD in this interaction was not tested.
The zero layer arginine is dispensable for Ykt6 function
Since Ykt6 forms a conventional (albeit perhaps not very stable) SNARE complex with Syx17
and Snap29 and it can be outcompeted by Vamp7, we speculated that Syx17-Snap29-Ykt6
complex may not zipper properly. The zippered SNARE complex contains 16 layers, which sta-
bilize the bundle. Unlike the flanking 15 hydrophobic layers, the central layer (called zero
layer) is composed of ionic residues: three glutamines (3Q) and one arginine (1R) as a general
rule [48]. In line with the importance of the central ionic residue, an RQ amino acid change
in the zero layer of yeast Sec22 leads to cell growth and ER-Golgi trafficking defects [49].
Similarly, changing the zero layer Q to R perturbed Syntaxin 17 function in a mitochondrial
protein turnover pathway. Interestingly, this vesicle transport route could be restored by
simultaneously mutating Vamp7’s R to Q [50]. In other reports, however, an RQ mutation of
the R SNARE did not disrupt the assembly and function of a yeast exocytic complex [51], a
double QE mutation of the zero layer in both SNARE domains of a botulinum neurotoxin E
resistant SNAP25 was functional in exocytosis assays in multiple human cells [52], and QR
mutant syntaxin expression could rescue the viability and locomotor defects of syntaxin
mutant C. elegans [53]. Nevertheless, as yeast cells carrying an RQ substitution in the zero
layer of Ykt6 are lethal just like the null mutant [29], it indicates that the zero layer arginine is
critical for Ykt6 function in yeast.
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We thus carried out genetic rescue experiments using ykt6 transgenes encoding wild type
(WT), zero ionic layer mutant with an R164Q change, and palmitoylation or farnesylation site
mutants with C195A or C196A changes, respectively. In human cells, the non-farnesylated
mutant is unable to associate with membranes, and the non-palmitoylated mutant is defective
in proper subcellular localization [19]. Strikingly, both the ykt6[WT] and ykt6[R164Q] trans-
genes fully restored the viability of ykt6[G0155]mutant animals, unlike ykt6[C195A] and ykt6
[C196A] (Fig 5A). Moreover, no difference was seen in the levels of p62 and Atg8a proteins
between control and ykt6 mutants rescued with either ykt6[WT] or ykt6[R164Q] in western
blots (Fig 5B). Finally, both ykt6[WT] and ykt6[R164Q] restored punctate LysoTracker Red
autolysosomal staining of starved fat cells on a ykt6[G0155]mutant background (Fig 5C–5F).
Note that ykt6[G0155]mutants and animals rescued with ykt6[C195A] or ykt6[C196A] could
not be evaluated in these tests because of their lethality during early developmental stages.
We also wanted to know if there is any difference between WT and R164Q mutant Ykt6 in
their interactions with the other fusion factors Syx17 and HOPS. In a GST pull down experi-
ment, recombinant WT and R164Q Ykt6 SNARE motifs bound to the Syx17 SNARE domain
with similar affinity (Fig 5G). To test the interaction between HOPS and the zero layer mutant
Ykt6, we performed another GST pulldown by using GST tagged Ykt6[WT] and Ykt6[R164Q]
full length proteins and a lysate from Myc-Dor/Vps18 expressing larvae. Equal amounts of the
HOPS core subunit Myc-Dor/Vps18 were seen in WT and R164Q Ykt6-GST pulldowns. Most
importantly, endogenous Car/Vps33A, the HOPS SNARE motif binding subunit, was also
obviously detected in both WT and R164Q Ykt6-GST pulldowns (S7C Fig).
These data suggest that while membrane association is required, the zero layer arginine is
dispensable for Drosophila Ykt6 function and further confirms our hypothesis that Ykt6 acts
as a non-conventional SNARE in the course of autophagosome-lysosome fusion. These find-
ings fit well with the study of Meiringer and colleagues, in which they showed that yeast Sec18/
Nsf more efficiently removes Ykt6 than Sec22 from a SNARE complex consisting of the same
Qabc SNAREs [47].
Discussion
In this work, we demonstrated that the R SNARE Ykt6 is essential for autophagosome-lyso-
some fusion and it is present on lysosomes and autophagic vesicles in Drosophila. We also
showed that Ykt6 can form a SNARE complex with Syx17 and Snap29, but this complex is less
stable than the Syx17-Snap29-Vamp7 bundle. These findings, together with our observation
that the zero layer mutant Ykt6 is fully functional unlike in yeast, raise the possibility that Ykt6
forms an only partially zippered SNARE complex, perhaps due to incompatibility between the
C-terminal parts of Ykt6 and Syx17 SNARE motifs. Recently, stabilization of the C-terminal
region of the assembled SNARE bundle was shown to be required for vesicle fusion [54].
Based on the differences between Vamp7 and Ykt6 in structure prediction and their relative
binding affinity to Syx17 and Snap29, it seems unlikely that Syx17-Snap29-Ykt6 represents a
classical, fusion-competent SNARE complex.
The N-terminal part of Syx17 as well as the longin domains of Ykt6 and Vamp7 all bind to
the HOPS central subunit Dor/Vps18 but not to Car/Vps33A (which may only bind SNARE
domains), suggesting that these HOPS-SNARE interactions may stabilize and proofread the
forming SNARE complexes, and that SNAREs present on different vesicles may promote teth-
ering by recruiting HOPS. The cycling of Ykt6 between vesicles and the cytosol makes Ykt6 an
excellent candidate as a key regulator of vesicle tethering and fusion. The requirement of two
R SNARES for the same fusion event could also be explained by the possible redundancy
between Vamp7 or Ykt6, but a full block of autophagosome clearance is seen in both Vamp7
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Fig 5. The R164Q amino acid change in the zero layer does not disrupt Ykt6 function. (A) Quantification of in vivo
rescue experiments with wild type (WT) and zero layer (Arg 164 to Gln/R164Q), farnesylation (Cys 196 to Ala/C196A)
or palmitoylation (Cys 195 to Ala/C195A) site mutant ykt6 transgenes. ykt6[R164Q] fully rescues the early lethal
phenotype of ykt6[G0155] mutants similar to ykt6[WT]. In contrast, ykt6[C196A] and ykt6[C195A] fail to rescue
lethality: no viable larvae or adults were detected from these genotypes. Three transgenes with independent
chromosomal insertion sites were evaluated per genotype. Red line marks the expected Mendelian ratio of the
genotypes of interest. (B) Similar to wild type flies, ykt6[G0115]mutants rescued with WT or R164Q transgenes do not
accumulate lipidated Atg8a II and p62. (C-E) Punctate LTR+ autolysosomal staining is similar in fat cells of starved
control (C) and ykt6[G0155] mutant larvae rescued with expression of WT (D) or R164Q mutant (E) Ykt6 expression.
(F) Quantification of data from C-E; n = 10. (G) In pulldown experiments, GST-Syx17SNARE binds with the same
affinity to both wild type and R164Q mutant forms of Ykt6 SNARE domain. GST serves as negative control. Scale bar
in C is 20 μm for C-E.
https://doi.org/10.1371/journal.pgen.1007359.g005
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and Ykt6 loss of function cells [8], and Vamp7 binds to Syx17 and Snap29 much stronger than
Ykt6 does. In fact, an earlier study reported that Ykt6 dissociates from the vacuole fusion site
before the actual fusion is completed [18], also suggesting that yeast Ykt6 is not functionally
redundant with the other R SNARE, Nyv1. Membrane fusion requires the presence of numer-
ous necessary factors (SNAREs, tethers, small GTPases, etc.) at the same time. As Ykt6 is highly
mobile and can shuttle between vesicles and the cytosol, it may temporarily stabilize the
Syx17-Snap29 Qabc SNARE complex bound to HOPS until the appropriate transmembrane R
SNARE Vamp7 enters the fusion site. In line with this, we demonstrated that overexpression
of Vamp7 restores autophagosome-lysosome fusion in Ykt6 loss-of-function cells. It is also
worth noting that a cytosolic, soluble pool of human Syntaxin 17 has been identified thanks to
glycine zipper formation between the two transmembrane domains [10], so even a fully
formed, cytosolic Syx17-Snap29-Ykt6 SNARE complex might be identified in future biochem-
ical and cell fractionation studies.
Other multisubunit tethering complexes such as GARP, Dsl1 or COG also bind to various
SNARE complexes, and the Dsl1 complex interacts with the NTDs of Sed5 and Sec20 SNARE
proteins [47,55–57]. Thus, SNARE complexes may have two distinct roles during membrane
fusion: to facilitate docking by taking part in the recruitment of multisubunit tethers, and to
mediate fusion by SNARE zippering.
Based on our findings, we propose a possible scenario for autophagosome-lysosome fusion
(Fig 6): first, Syx17 (and together with it Snap29) is recruited to autophagosomal membranes.
Second, a not fully zippered, “pre-fusion” SNARE complex is assembled with Ykt6, which is
possibly bound to lysosomes. Third, HOPS is recruited with the help of multiple SNARE inter-
actions, involving both the N-terminal regions and SNARE domains, to promote tethering.
Finally, the appropriate R SNARE Vamp7 arrives to the fusion site, displaces Ykt6, and forms
the fusion competent SNARE complex together with Syx17 and Snap29.
It is also worth pointing out that Ykt6 is involved in multiple types of intracellular vesicle
fusion events, so the fusion regulatory activity of Ykt6 is likely broader and not restricted to
autophagosome-lysosome fusion. The facts that a zero ionic layer mutant form of Ykt6 is fully
functional during autophagy and that R164Q mutant animals are completely viable suggest
that forming a fusion-competent SNARE complex may not be the main function of Ykt6 dur-
ing vesicle tethering and fusion in Drosophila.
Fig 6. A possible model of Ykt6 function during autophagosome-lysosome fusion. In our proposed model we divide the process of
autophagosome-lysosome fusion into three main steps. During the “Maturation” step, nascent autophagosomes gain fusion competence by
acquiring Syx17. At the “Tethering” stage, soluble Ykt6 is recruited and associates with the lysosomal membrane. Concomitantly, Ykt6 may form
a not fully zippered, fusion incompetent SNARE complex with Syx17 and Snap29, which may provide multiple surfaces for HOPS interaction and
recruitment. We hypothesize that in the final “Fusion” stage, Vamp7 displaces Ykt6 and forms a stable, fusion competent SNARE complex with
Syx17 and Snap29 to achieve membrane fusion.
https://doi.org/10.1371/journal.pgen.1007359.g006
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Materials and methods
Fly work
Flies were raised on standard corn meal-agar-yeast medium. For starvation experiments, early
L3 stage larvae were kept in 1.5 ml tubes containing 20% sucrose solution at 25˚C for 4 h.
Experimental genotypes are listed in the S1 Table.
ykt6[G0155]; ykt6[A]; ykt6[C]; actin-Gal4 (Act5C-Gal4);Hsp70-Gal4, Syx5[AR113],Vamp7
[G7738] (Vamp7[EP] in the text) and ykt6RNAi HMJ21032 (ykt6 RNAi/2 in the text) Drosophila
lines were obtained from the Bloomington Drosophila Stock Center (Bloomington, IN). The
ykt61515R-1 (ykt6 RNA/1 in the text), Syx54214R-4, and Vamp71599R-1 RNAi lines were obtained
from NIG-Fly (National Institute of Genetics, Mishima, Japan). 3xmCherry-Atg8a, Lamp-
3xmCherry, tubulin promoter-driven GFP-p62 and UAS-myc-dor fly lines were described
[4,58]. UAS-Lamp1-GFP [59] line was a kind gift of Helmut Kramer. UAS and r4 promoter
regulated mCherry-Atg8a [60], FB-Gal4 and hs-Flp, FRT19A ubi-RFP/GFP flies were gifts from
Thomas Neufeld. UAS-GFP-Vamp7 flies [61] were obtained from Amy Kiger. We used geno-
mic promoter driven ykt6[WT]; ykt6[R164Q], ykt6[C195A], ykt6[C196A] transgenic flies for
rescue experiments and UAS-3xHA-ykt6 for immunostainings (all generated in this study).
For clonal analysis of ykt6 RNAi, Gal4 expressing GFP positive fat cell clones were gener-
ated randomly using hs-Flp; Act>CD2>Gal4, and induction of GFP negative, homozygous
mutant mitotic clones was performed as described [62]. Syx5 mutant fat cell clones were gen-
erated by a previously described positive marking clonal strategy [4].
Fluorescent imaging and immunostainings
For LTR staining, fat tissue of early L3 larvae was dissected and incubated in a drop of PBS
containing 0.2 μM LysoTracker Red (Invitrogen) for 5 min at 25˚C. Then the samples were
washed once in PBS and mounted in 0.2 μg/ml DAPI and 50% glycerol in PBS. For transient
overexpression of HA-Ykt6 in Vamp7 mutant cells, UAS-3xHA-ykt6; Vamp7[EP]/Vamp7[EP];
Hsp70-Gal4/+ early L3 stage larvae were heat shocked for 1h in a 37˚C water bath and pro-
cessed for LTR staining after 6h recovery.
For immunostainings, early L3 larvae were bisected in PBS and fixed for 50 min in 4%
paraformaldehyde in PBS at 25˚C. Samples were rinsed 4x and washed 2x for 15 min in PBS.
After a 20 min wash in PBS containing 0.1% TritonX-100 and 0.05% sodium deoxycholate
(PBTX-Doc), the samples were blocked in 5% FCS in PBTX for 30 min. Then the samples
were incubated in first antibody solution (primary antibodies dissolved in blocking solution)
overnight at 4˚C. Samples were washed once in 4% NaCl PBTX-Doc for 15 min, rinsed 3x in
PBTX-Doc, and washed 2x in PBTX-Doc for 15 min at 25˚C. Samples were blocked again with
5% FCS PBTX-Doc and incubated in secondary antibody solution for 4 h at 25˚C. Then speci-
mens were washed in PBTX-Doc containing DAPI and 4% NaCl for 15 min, rinsed 3x and
washed 2x for 15 min in PBTX-Doc. Detergent was washed out by rinsing 3x and washing 2x
for 15 min with PBS. Finally, fat tissues were dissected and mounted in Vectashield (Vector
Labs). The following primary antibodies were used: monoclonal rat anti-HA (1:80; Roche,
3F10), polyclonal rabbit anti-Cathepsin L (1:100; Abcam, ab58991), polyclonal rabbit anti-
dsRed (1:500, Clontech, 632496). Secondary antibodies: Alexa488-conjugated anti-rat (1:1000,
Life Technologies), Alexa568-conjugated anti-rabbit (1:1000, Life Technologies).
Images were obtained with an AxioImager.M2 fluorescent microscope equipped with an
ApoTome2 confocal unit using EC Plan-Neofluar 40×/0.75 Air or Plan-Apochromat 40×/0.95
Air objectives and AxioVision 4.82 or ZEN 2.3 softwares (all Zeiss). Images were processed in
ZEN Lite (Zeiss) and Photoshop (Adobe).
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Electron microscopy and immunogold labeling
Genetically mosaic L3 larvae containing GFP negative ykt6[G0155] or GFP positive Syx5
[AR113]mutant clones were dissected in a drop of PBS, and the fat tissues were stuck on the
surface of a poly-L-lysine coated coverslip. After fluorescent imaging of the clone cells, the
samples were fixed in 1% glutaraldehyde, 1% sucrose, and 0.028% CaCl2 in 0.1 N sodium caco-
dylate overnight at 4˚C, and postfixed in 0.5% osmium tetroxide for 1 h at 25˚C. Then samples
were embedded in Durcupan (Fluka) by following the manufacturer’s instructions. The area
containing the mutant cells was identified in the blocks containing embedded fat tissue in a
stereomicroscope based on the fluorescent image. Semi-thin sections were cut and stained by
toluidine blue to identify mutant cells, as described [4]. Ultrathin sections were then cut,
stained with Reynold’s lead citrate and used for obtaining images with a JEM-1011 transmis-
sion electron microscope (JEOL) equipped with Morada camera and iTEM software (both
Olympus).
For immuno-EM analysis of HA-Ykt6, we used a rabbit polyclonal anti-HA primary (1:10,
Sigma) and 10 nm gold-conjugated goat anti-Rabbit (1:100; Sigma) secondary antibodies. The
labeling procedure was performed as described [63].
Statistics
Always the original unprocessed images were used for quantification. Fluorescent dots were
quantified by using ImageJ (NIH). The same person set every threshold in all images of a given
type of experiment. In clonal experiments a randomly generated RNAi or mutant cell clone
and a neighboring control cell pair was chosen for quantification. As ykt6 loss of function cells
are usually smaller than the controls, the data pairs were corrected by the cell size ratio. For
area based quantification of LTR staining, dots were counted from a randomly chosen 300 x
300 pixel area from original images. For colocalization analyses 200 dots were counted ran-
domly from 10 images per experiment. The Gaussian or non-Gaussian distribution of the
datasets was checked by SPSS (IBM) software. For statistical analyses, t-tests were performed
when two Gaussian datasets were compared and u-tests if at least one of the two datasets was
non-Gaussian. Multiple comparisons were carried out for Fig 5F (ANOVA) and S6D Fig
(Kruskal-Wallis test). Error bars show standard error. All numerical data underlying graphs or
summary statistics are shown in S3 Table.
Molecular cloning and generation of transgenic Drosophila
For cloning UAS-3xHA-ykt6, the coding region of ykt6 was PCR amplified from Drosophila
cDNA template and cloned into a pUAST-3xHA vector as a NotI-Acc65I fragment. UAS--
Syx17-3xFLAG (lacking TM domains) UAS-3xHA-Snap29, UAS-3xHA-Vamp7 (lacking TM
domain) were described earlier [8].
For pulldowns, SNARE proteins/fragments were cloned into pETARA or/and pETMBP
vectors [64], which contain C-terminal Glutation S-tranferase/Maltose Binding Protein tag
and C-terminal hexahistidine-tag, respectively, using BamHI and XhoI restriction sites. Ykt6
full length, ykt6 longin domain and VAMP7 longin domain were cloned into pET21c vector
(which contains C-terminal Glutation S-transferase and hexahistidine tags) using InFusion
HD Cloning Kit (Clontech) [64]. Zero-layer mutant R164Q Ykt6 constructs were generated
using QuickChange (Agilent) site-directed mutagenesis.
For expressing His-tagged Drosophila Ykt6 protein, which was used for generating the
anti-Ykt6 antibody, the entire coding region of Ykt6 was amplified from cDNA and inserted
into pBH4 vector using BamHI-SalI cloning.
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For generating endogenous promoter driven Ykt6[WT] rescue transgenes, ykt6 genomic
locus was PCR amplified and cloned into pCasper5 vector using NotI-BglII. Ykt6 R164Q,
C195A and C196A mutations were generated by using overlapping mutant oligo pairs. All
primers used in this study are listed in S2 Table. Transgenic flies were generated by microin-
jection of pCasper5-ykt6[WT], [R164Q], [C195A], [C196A] and pUAST-3xHA-ykt6 plasmids
into embryos (BestGene).
Biochemistry and antibody preparation
Co-IPs were carried out by transient expression of SNARE proteins in D.Mel-2 Drosophila
cells. Cell lysates were loaded onto anti-FLAG affinity gel beads (Sigma-Aldrich, A2220), and
the interactions were detected by western blot as described earlier [8].
For pulldown experiments, recombinant SNARE constructs were expressed overnight at
18˚C in E. coli Rosetta(DE3) pLysS (Novagen) cells induced with 0.1 mM IPTG at OD 0.6–0.7.
Cells were then centrifuged and suspended in lysis buffer (pH 8.0, 50 mM Na2HPO4, 300 mM
NaCl, 20mM imidazole, 0.1% Triton-X, 5 mM-β-mercaptoethanol, protease inhibitors). Lysed
samples were centrifuged at 48.000g for 30 minutes. Ni-NTA resin was added in the superna-
tant and incubated for 30 minutes at 4˚C. Beads were washed with washing buffer (pH 8.0, 50
mM Na2HPO4, 1 M NaCl, 40mM imidazole, 0,1% Triton-X, 5 mM β-mercaptoethanol) and
were eluated in Elution buffer (pH 8.0, 20 mM Tris, 200 mM NaCl, 400 mM imidazole, 10%
glicerol, 0,1% Triton-X, 5 mM-β-mercaptoethanol) used for pulldown assays. Prey proteins for
pulldown experiments were purified with further MBP affinity chromatography using stan-
dard protocols. All resins were from GE Healthcare.
For GST pulldown assays, the glutation resin (New England BioLabs) was first equilibrated
with binding buffer (20 mM Tris, 50 mM NaCl, 0.1% Triton-X, 2 mM β–mercaptoethanol),
then 0.5 mg GST fused SNARE proteins (and GST as negative control) were immobilized on
it. In the binding experiments, 40 μl of resin saturated with baits were incubated in the pres-
ence of 20 mg fly lysates or 20 μM preys in binding buffer (200 μl total volume) for 30 min at
4˚C. Glutation beads were pelleted with centrifugation (2000 g for 2 min) and washed 3x with
20 mM Tris, 300 mM NaCl, 0.1% Triton-X, 2 mM β–mercaptoethanol. Retained proteins were
eluted from the resin with SDS loading buffer. Samples were subjected to SDS-PAGE and
stained with Coomassie protein dye to validate load ratio, and interactions were detected by
western blot.
For anti-Ykt6 antibody production, His-Ykt6 expression constructs were transformed into
BL21(DE3)Rosetta cells. Protein production was induced with 0.5 mM IPTG (3h, 37˚C, 250
rpm shaking), cells were lysed in 6 M Guanidine HCl lysis buffer and the cleared lysate was
loaded onto Ni Sepharose excel column (GE Healthcare). His6-tagged proteins were purified
under denaturing condition according to the manufacturer’s instructions, the His6-Ykt6 pro-
tein was used to immunize female Wistar rats. Immunoglobulin fraction of crude rat sera was
obtained by ammonium-sulfate precipitation, and the polyclonal anti-Ykt6 antibody was fur-
ther purified on nitrocellulose bound recombinant protein as described [65].
To prepare whole larval western blot samples, 4 h starved early L3 larvae were dried with fil-
ter paper, collected in plastic tubes and weighed. After addition of 1:1 PBS:Laemmli buffer
(20 μl/mg larvae), samples were boiled for 5 min and homogenized. Then samples were boiled
for 5 min again, and centrifuged with 13300 rpm for 5 min. The supernatants were collected
and stored at -20˚C. Western blots were carried out by following standard protocols and as
described earlier [8]. The following primary antibodies were used: monoclonal rat anti-HA
(1:2000 Roche, 3F10), monoclonal mouse anti-FLAG (1:2000, Sigma-Aldrich, M2), monoclo-
nal mouse anti-Myc (1:2000, Sigma-Aldrich, M4439), polyclonal rabbit anti-Vamp7 (1:300,
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gift from Andrew Peden [26]), polyclonal rat anti-Ykt6 (1:300, this study). Polyclonal rat anti-
Syx17 and rat anti-Snap29, rabbit anti-Atg8a and rabbit anti-p62 (all 1:5000) were described in
our earlier studies [8,66]. Polyclonal antibodies for HOPS subunits were rabbit anti-Car
(1:1000)[67], rabbit anti-Vps16A (1:2000)[59] (gifts from Helmut Kramer). Secondary anti-
bodies: alkaline phosphatase conjugated anti-rabbit, anti-rat and anti-mouse (all 1:5000, EMD
Millipore). Blots were developed with NBT/BCIP chromogenic substrate. For western blots
aiming to measure Ykt6 and Vamp7 protein levels, IRDye 800CW conjugated goat anti-rat
and IRDye 800CW goat anti-rabbit (LI-COR) fluorescent secondary antibodies (both
1:15,000) were used. Signals on these blots were detected using an Odyssey CLx near-infrared
laser scanning fluorescence imaging system (LI-COR).
3D homology modeling
3D homology model of putative fruit fly autophagic SNARE complexes were built by SWISS--
Model software [68], using the only available high resolution crystal structure (1.4 Å) of the
directly relevant human SNARE complex (PDB code: 4WY4) as template. Each SNARE motif
(VAMP7: 125–185 aa; ykt6: 139–199 aa; SNAP29 SN1: 75–137 aa; SNAP29 SN2: 219–281 aa;
Stx17: 156–218 aa) sequence was downloaded from NCBI and used individually for sequence
alignment. All SNARE motif models were built based on their human homologs, respectively.
Structure energy minimization was done by Amber function in CHIMERA 1.11.2 software.
Supporting information
S1 Fig. Loss of Ykt6 leads to accumulation of autophagosomes. (A, B) RNAi knockdown of
ykt6 using two independent RNAi transgene in fat cell clones (GFP+) leads to accumulation of
small 3xmCherry-Atg8a dots, unlike the big bright structures seen in the surrounding control
cells (GFP-). Please see Fig 4H and S6F Fig for quantification of data in panels A and B, respec-
tively. (C-F) Fat cell clones (GFP-) homozygous for the ykt6[A] (C) or ykt6[C] (E) mutant
alleles also accumulate small mCherry-Atg8a autophagic structures compared to GFP+ con-
trols cells. ykt6 loss of function cells are encircled in grayscale panels in A-C, E, G. (D, F)
Quantification of data from C (D) and E (F); n = 10. (G) A striking accumulation of the selec-
tive autophagy cargo p62 is obvious in ykt6[G0155]mutant cells (marked by lack of RFP),
compared to surrounding control fat cells from a well-fed larva. Quantification of data from G
(H), n = 10. Scale bar in A is 20 μm for A-C, E, G.
(TIF)
S2 Fig. Ykt6 is indispensable for autophagosome-lysosome fusion. (A) Knockdown of ykt6
prevents the colocalization of the autophagy reporter 3xmCherry-Atg8a with the lysosomal
marker Lamp1-GFP. Inset shows the boxed region enlarged. (B) The autophagic marker
3xmCherry-Atg8a shows extensive colocalization (yellow arrowheads) with the lysosomal pro-
tease Cathepsin-L in GFP+ control cells. In contrast, there is no overlap between these two
markers in ykt6[G0155]mutant cells (GFP-), indicating that these cells are defective in autop-
hagosome-lysosome fusion. Bottom panels show the boxed region enlarged, and ykt6 loss of
function cells are encircled in grayscale panels. Scale bars: 20 μm.
(TIF)
S3 Fig. Loss of Syntaxin 5 does not prevent autophagosome-lysosome fusion. (A) Knock-
down of Syx5 in GFP-marked cells decreases fat cell size but does not prevent the formation of
big, bright 3xmCherry-Atg8a positive autolysosomes. Right panel: quantification of data,
n = 10. Syx5 loss-of-function cells are encircled in grayscale panels in A and B. (B) Autolysoso-
mal LTR staining is strongly enhanced in GFP-positive Syx5 mutant clones compared to
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neighboring control fat cells. (C) Ultrastructural analysis of Syx5 mutant fat cells clearly identi-
fies the presence of autolysosomes (AL) containing partially degraded cargo. Scale bars: 20 μm
in A, B, 1 μm in C.
(TIF)
S4 Fig. Additional Ykt6 and Vamp7 expression data. (A) HA-Ykt6 shows a mostly diffuse
cytosolic pattern in fat cells of well-fed animals, showing no obvious overlap with endogenous
Cathepsin L punctae. (B) Ykt6 partially overlaps with lysosomal Cathepsin L dots in Vamp7
mutant fat cells. Inset shows the boxed region enlarged. (C) Quantification of Cathepsin L data
from panels A, B and Fig 2A. (D, E) Western blot data. The protein level of Ykt6 is decreased
in ykt6 knockdown larvae, validating both our new antibody and the RNAi efficiency (D). Star-
vation induces no change in the level of Ykt6 and Vamp7 proteins, respectively (E). Scale bar:
20 μm for A, B.
(TIF)
S5 Fig. Additional SNARE interaction data. (A, B) Biochemical pulldown data from Dro-
sophila lysates. Full-length, recombinant Ykt6 pulls down endogenous Syx17 from Drosophila
lysate (A), but it shows no binding to overexpressed GFP-Vamp7 (B). (C) Predicted 3D model
of putative Drosophila autophagic SNARE complexes, with overlaid Vamp7 and Ykt6 indi-
cated in green and pink, respectively. (D-G) Residues with different charge and shape in the
corresponding positions of Vamp7 and Ykt6 suggest weaker Syx17-Ykt6 interaction compared
to Vamp7-Syx17. Based on the predictions it is likely that arginine 172 in Vamp7 can form
two H-bonds (dashed lines) with asparagine 207 and glutamine 210 of Syx17 (D), while the
corresponding tyrosine 186 in Ykt6 cannot (E). Alanine 179 in Vamp7 is small enough to fit
with the opposing asparagine 214 residue in Syx17, which is compatible with the formation of
a tight SNARE bundle (F). In contrast, Ykt6 carries a larger asparagine in the corresponding
193th position (red arrow), which collides with the backbone of asparagine 214 in Syx17 (G),
likely causing extra tension in the SNARE bundle. Please note that protein surfaces are indi-
cated only for Vamp7 and Ykt6 in F and G, respectively.
(TIF)
S6 Fig. Additional genetic interaction data between Ykt6 and Vamp7. (A-C) Autolysosomal
LTR staining of fat tissues from starved larvae. Punctate starvation-induced LTR staining seen
in control animals (A) is blocked in Vamp7 mutants (B). Overexpression of Ykt6 fails to
restore LTR dot formation in Vamp7 mutants (C). Quantification of LTR data from A-C (D),
n = 10. Co-overexpression of GFP-Vamp7 restores the size of autophagic 3xmCherry-Atg8a
puncta in GFP-marked cells expressing an independent ykt6 RNAi line (E, compare to S1B
Fig), too, similar to the experiments shown in Fig 4E and 4G. Quantification of data from E
and S1B Fig (F), n = 10. Overexpression of GFP-Vamp7 restores 3xmCherry-Atg8a puncta
size in ykt6[G0155]mutant fat cells (G). The mutant cells are identified by the lack of nuclear
GFP signal in the rightmost panel showing increased brightness of the GFP channel, where
asterisks label the nuclei of control cells. Note that GFP-Vamp7 colocalizes with autophagic
3xmCherry-Atg8a in both mutant and control cells in panels E, G. Scale bar: 20 μm for A-C, E,
G.
(TIF)
S7 Fig. Analysis of biochemical interactions between SNAREs and HOPS. (A) GST-tagged
recombinant Ykt6 full length (Ykt6FL), Ykt6 longin domain (Ykt6LD) and the N-terminal
domain of Syx17 (Syx17NTD) all bind to overexpressed myc-Dor/Vps18 (a core HOPS sub-
unit) in GST pulldown experiments from larval lysates. In contrast, only the SNARE motif-
containing Ykt6FL protein binds to endogenous Car/Vps33A, the SNARE chaperoning
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subunit of HOPS. GST serves as a negative control. (B) Recombinant full length Ykt6
(Ykt6FL), and the longin domains of Ykt6 or Vamp7 (Ykt6LD or Vamp7LD, respectively)
were immobilized on glutathione resin and the lysate of Myc-Dor/Vps18 expressing L3 larvae
was added. The HOPS core subunit Myc-Dor/Vps18 bound to both Ykt6LD and Vamp7LD,
as well as Ykt6FL. White asterisk marks a degradation product in the Coomassie-stained gel.
(C) Both the wild type and R164Q mutant forms of Ykt6-GST pull down Myc-Dor/Vps18 and
endogenous Car/Vps33A in similar amounts from larval lysates.
(TIF)
S1 Table. List of the detailed genotypes used for experiments.
(XLSX)
S2 Table. List of primers used for molecular cloning.
(XLSX)
S3 Table. Numerical data underlying graphs or summary statistics. For each figure panel
showing quantified data (Statistics panel), the Source panel(s), statistical test(s), p values, sig-
nificance and raw data (including the averages, standard deviations and standard errors) are
shown. Please note that puncta number values were corrected according to the cell size differ-
ence seen between control and ykt6 mutant, ykt6 RNAi/2 and Syx5 RNAi cell clones (because
these cells are smaller than control cells).
(XLSX)
Acknowledgments
We thank Sarolta Pa´lfia for excellent technical assistance, and colleagues and stock centers for
providing reagents.
Author Contributions
Conceptualization: Szabolcs Taka´ts, Ga´bor Glatz, Ga´bor Juha´sz.
Formal analysis: Attila Boda.
Funding acquisition: Szabolcs Taka´ts, Ga´bor Juha´sz.
Investigation: Szabolcs Taka´ts, Ga´bor Glatz, Győző Szenci, Attila Boda, Ga´bor V. Horva´th,
Krisztina Hegedűs, Attila L. Kova´cs.
Methodology: Szabolcs Taka´ts, Ga´bor Glatz, Ga´bor V. Horva´th.
Project administration: Ga´bor Juha´sz.
Supervision: Ga´bor Juha´sz.
Writing – original draft: Szabolcs Taka´ts, Ga´bor Juha´sz.
Writing – review & editing: Szabolcs Taka´ts, Ga´bor Glatz, Győző Szenci, Ga´bor Juha´sz.
References
1. Solinger JA, Spang A (2013) Tethering complexes in the endocytic pathway: CORVET and HOPS.
FEBS J 280: 2743–2757. https://doi.org/10.1111/febs.12151 PMID: 23351085
2. Brocker C, Engelbrecht-Vandre S, Ungermann C (2010) Multisubunit tethering complexes and their role
in membrane fusion. Curr Biol 20: R943–952. https://doi.org/10.1016/j.cub.2010.09.015 PMID:
21056839
3. Hong W (2005) SNAREs and traffic. Biochim Biophys Acta 1744: 493–517. PMID: 16038056
Non-canonical role of Ykt6 in autophagosome-lysosome fusion
PLOS Genetics | https://doi.org/10.1371/journal.pgen.1007359 April 25, 2018 19 / 23
4. Hegedus K, Takats S, Boda A, Jipa A, Nagy P, et al. (2016) The Ccz1-Mon1-Rab7 module and Rab5
control distinct steps of autophagy. Mol Biol Cell 27: 3132–3142. https://doi.org/10.1091/mbc.E16-03-
0205 PMID: 27559127
5. McEwan DG, Popovic D, Gubas A, Terawaki S, Suzuki H, et al. (2015) PLEKHM1 regulates autophago-
some-lysosome fusion through HOPS complex and LC3/GABARAP proteins. Mol Cell 57: 39–54.
https://doi.org/10.1016/j.molcel.2014.11.006 PMID: 25498145
6. Lorincz P, Toth S, Benko P, Lakatos Z, Boda A, et al. (2017) Rab2 promotes autophagic and endocytic
lysosomal degradation. J Cell Biol 216: 1937–1947. https://doi.org/10.1083/jcb.201611027 PMID:
28483915
7. Fujita N, Huang W, Lin TH, Groulx JF, Jean S, et al. (2017) Genetic screen in Drosophila muscle identi-
fies autophagy-mediated T-tubule remodeling and a Rab2 role in autophagy. Elife 6.
8. Takats S, Nagy P, Varga A, Pircs K, Karpati M, et al. (2013) Autophagosomal Syntaxin17-dependent
lysosomal degradation maintains neuronal function in Drosophila. J Cell Biol 201: 531–539. https://doi.
org/10.1083/jcb.201211160 PMID: 23671310
9. Takats S, Pircs K, Nagy P, Varga A, Karpati M, et al. (2014) Interaction of the HOPS complex with Syn-
taxin 17 mediates autophagosome clearance in Drosophila. Mol Biol Cell 25: 1338–1354. https://doi.
org/10.1091/mbc.E13-08-0449 PMID: 24554766
10. Itakura E, Kishi-Itakura C, Mizushima N (2012) The hairpin-type tail-anchored SNARE syntaxin 17 tar-
gets to autophagosomes for fusion with endosomes/lysosomes. Cell 151: 1256–1269. https://doi.org/
10.1016/j.cell.2012.11.001 PMID: 23217709
11. Jiang P, Nishimura T, Sakamaki Y, Itakura E, Hatta T, et al. (2014) The HOPS complex mediates autop-
hagosome-lysosome fusion through interaction with syntaxin 17. Mol Biol Cell 25: 1327–1337. https://
doi.org/10.1091/mbc.E13-08-0447 PMID: 24554770
12. Rossi V, Banfield DK, Vacca M, Dietrich LE, Ungermann C, et al. (2004) Longins and their longin
domains: regulated SNAREs and multifunctional SNARE regulators. Trends Biochem Sci 29: 682–688.
https://doi.org/10.1016/j.tibs.2004.10.002 PMID: 15544955
13. Burri L, Varlamov O, Doege CA, Hofmann K, Beilharz T, et al. (2003) A SNARE required for retrograde
transport to the endoplasmic reticulum. Proc Natl Acad Sci U S A 100: 9873–9877. https://doi.org/10.
1073/pnas.1734000100 PMID: 12893879
14. Fader CM, Sanchez DG, Mestre MB, Colombo MI (2009) TI-VAMP/VAMP7 and VAMP3/cellubrevin:
two v-SNARE proteins involved in specific steps of the autophagy/multivesicular body pathways. Bio-
chim Biophys Acta 1793: 1901–1916. https://doi.org/10.1016/j.bbamcr.2009.09.011 PMID: 19781582
15. Pryor PR, Mullock BM, Bright NA, Lindsay MR, Gray SR, et al. (2004) Combinatorial SNARE complexes
with VAMP7 or VAMP8 define different late endocytic fusion events. EMBO Rep 5: 590–595. https://
doi.org/10.1038/sj.embor.7400150 PMID: 15133481
16. Hasegawa H, Zinsser S, Rhee Y, Vik-Mo EO, Davanger S, et al. (2003) Mammalian ykt6 is a neuronal
SNARE targeted to a specialized compartment by its profilin-like amino terminal domain. Mol Biol Cell
14: 698–720. https://doi.org/10.1091/mbc.E02-09-0556 PMID: 12589064
17. Hasegawa H, Yang Z, Oltedal L, Davanger S, Hay JC (2004) Intramolecular protein-protein and pro-
tein-lipid interactions control the conformation and subcellular targeting of neuronal Ykt6. J Cell Sci
117: 4495–4508. https://doi.org/10.1242/jcs.01314 PMID: 15331663
18. Dietrich LE, Peplowska K, LaGrassa TJ, Hou H, Rohde J, et al. (2005) The SNARE Ykt6 is released
from yeast vacuoles during an early stage of fusion. EMBO Rep 6: 245–250. https://doi.org/10.1038/sj.
embor.7400350 PMID: 15723044
19. Fukasawa M, Varlamov O, Eng WS, Sollner TH, Rothman JE (2004) Localization and activity of the
SNARE Ykt6 determined by its regulatory domain and palmitoylation. Proc Natl Acad Sci U S A 101:
4815–4820. https://doi.org/10.1073/pnas.0401183101 PMID: 15044687
20. Weng J, Yang Y, Wang W (2015) Lipid regulated conformational dynamics of the longin SNARE protein
Ykt6 revealed by molecular dynamics simulations. J Phys Chem A 119: 1554–1562. https://doi.org/10.
1021/jp5075708 PMID: 25268560
21. Wen W, Yu J, Pan L, Wei Z, Weng J, et al. (2010) Lipid-Induced conformational switch controls fusion
activity of longin domain SNARE Ykt6. Mol Cell 37: 383–395. https://doi.org/10.1016/j.molcel.2010.01.
024 PMID: 20159557
22. Meiringer CT, Auffarth K, Hou H, Ungermann C (2008) Depalmitoylation of Ykt6 prevents its entry into
the multivesicular body pathway. Traffic 9: 1510–1521. https://doi.org/10.1111/j.1600-0854.2008.
00778.x PMID: 18541004
23. Zhang T, Hong W (2001) Ykt6 forms a SNARE complex with syntaxin 5, GS28, and Bet1 and partici-
pates in a late stage in endoplasmic reticulum-Golgi transport. J Biol Chem 276: 27480–27487. https://
doi.org/10.1074/jbc.M102786200 PMID: 11323436
Non-canonical role of Ykt6 in autophagosome-lysosome fusion
PLOS Genetics | https://doi.org/10.1371/journal.pgen.1007359 April 25, 2018 20 / 23
24. McNew JA, Sogaard M, Lampen NM, Machida S, Ye RR, et al. (1997) Ykt6p, a prenylated SNARE
essential for endoplasmic reticulum-Golgi transport. J Biol Chem 272: 17776–17783. PMID: 9211930
25. Santos AJ, Raote I, Scarpa M, Brouwers N, Malhotra V (2015) TANGO1 recruits ERGIC membranes to
the endoplasmic reticulum for procollagen export. Elife 4.
26. Gordon DE, Chia J, Jayawardena K, Antrobus R, Bard F, et al. (2017) VAMP3/Syb and YKT6 are
required for the fusion of constitutive secretory carriers with the plasma membrane. PLoS Genet 13:
e1006698. https://doi.org/10.1371/journal.pgen.1006698 PMID: 28403141
27. Gross JC, Chaudhary V, Bartscherer K, Boutros M (2012) Active Wnt proteins are secreted on exo-
somes. Nat Cell Biol 14: 1036–1045. https://doi.org/10.1038/ncb2574 PMID: 22983114
28. Ungermann C, von Mollard GF, Jensen ON, Margolis N, Stevens TH, et al. (1999) Three v-SNAREs
and two t-SNAREs, present in a pentameric cis-SNARE complex on isolated vacuoles, are essential for
homotypic fusion. J Cell Biol 145: 1435–1442. PMID: 10385523
29. Dilcher M, Kohler B, von Mollard GF (2001) Genetic interactions with the yeast Q-SNARE VTI1 reveal
novel functions for the R-SNARE YKT6. J Biol Chem 276: 34537–34544. https://doi.org/10.1074/jbc.
M101551200 PMID: 11445562
30. Kweon Y, Rothe A, Conibear E, Stevens TH (2003) Ykt6p is a multifunctional yeast R-SNARE that is
required for multiple membrane transport pathways to the vacuole. Mol Biol Cell 14: 1868–1881.
https://doi.org/10.1091/mbc.E02-10-0687 PMID: 12802061
31. Nair U, Jotwani A, Geng J, Gammoh N, Richerson D, et al. (2011) SNARE Proteins Are Required for
Macroautophagy. Cell 146: 290–302. https://doi.org/10.1016/j.cell.2011.06.022 PMID: 21784249
32. Reggiori F, Ungermann C (2017) Autophagosome Maturation and Fusion. J Mol Biol 429: 486–496.
https://doi.org/10.1016/j.jmb.2017.01.002 PMID: 28077293
33. Ostrowicz CW, Meiringer CT, Ungermann C (2008) Yeast vacuole fusion: a model system for eukary-
otic endomembrane dynamics. Autophagy 4: 5–19. PMID: 17932463
34. Sato TK, Darsow T, Emr SD (1998) Vam7p, a SNAP-25-like molecule, and Vam3p, a syntaxin homolog,
function together in yeast vacuolar protein trafficking. Mol Cell Biol 18: 5308–5319. PMID: 9710615
35. Wen W, Chen L, Wu H, Sun X, Zhang M, et al. (2006) Identification of the yeast R-SNARE Nyv1p as a
novel longin domain-containing protein. Mol Biol Cell 17: 4282–4299. https://doi.org/10.1091/mbc.E06-
02-0128 PMID: 16855025
36. Yamamoto S, Jaiswal M, Charng WL, Gambin T, Karaca E, et al. (2014) A drosophila genetic resource
of mutants to study mechanisms underlying human genetic diseases. Cell 159: 200–214. https://doi.
org/10.1016/j.cell.2014.09.002 PMID: 25259927
37. Volchuk A, Ravazzola M, Perrelet A, Eng WS, Di Liberto M, et al. (2004) Countercurrent distribution of
two distinct SNARE complexes mediating transport within the Golgi stack. Mol Biol Cell 15: 1506–1518.
https://doi.org/10.1091/mbc.E03-08-0625 PMID: 14742712
38. Renna M, Schaffner C, Winslow AR, Menzies FM, Peden AA, et al. (2011) Autophagic substrate clear-
ance requires activity of the syntaxin-5 SNARE complex. J Cell Sci 124: 469–482. https://doi.org/10.
1242/jcs.076489 PMID: 21242315
39. Xu H, Brill JA, Hsien J, McBride R, Boulianne GL, et al. (2002) Syntaxin 5 is required for cytokinesis and
spermatid differentiation in Drosophila. Dev Biol 251: 294–306. PMID: 12435359
40. Fukuda R, McNew JA, Weber T, Parlati F, Engel T, et al. (2000) Functional architecture of an intracellu-
lar membrane t-SNARE. Nature 407: 198–202. https://doi.org/10.1038/35025084 PMID: 11001059
41. Diao J, Liu R, Rong Y, Zhao M, Zhang J, et al. (2015) ATG14 promotes membrane tethering and fusion
of autophagosomes to endolysosomes. Nature 520: 563–566. https://doi.org/10.1038/nature14147
PMID: 25686604
42. Dietrich LE, Gurezka R, Veit M, Ungermann C (2004) The SNARE Ykt6 mediates protein palmitoylation
during an early stage of homotypic vacuole fusion. EMBO J 23: 45–53. https://doi.org/10.1038/sj.
emboj.7600015 PMID: 14685280
43. McNew JA, Parlati F, Fukuda R, Johnston RJ, Paz K, et al. (2000) Compartmental specificity of cellular
membrane fusion encoded in SNARE proteins. Nature 407: 153–159. https://doi.org/10.1038/
35025000 PMID: 11001046
44. Lurick A, Kuhlee A, Brocker C, Kummel D, Raunser S, et al. (2015) The Habc domain of the SNARE
Vam3 interacts with the HOPS tethering complex to facilitate vacuole fusion. J Biol Chem 290: 5405–
5413. https://doi.org/10.1074/jbc.M114.631465 PMID: 25564619
45. Lobingier BT, Merz AJ (2012) Sec1/Munc18 protein Vps33 binds to SNARE domains and the quater-
nary SNARE complex. Mol Biol Cell 23: 4611–4622. https://doi.org/10.1091/mbc.E12-05-0343 PMID:
23051737
Non-canonical role of Ykt6 in autophagosome-lysosome fusion
PLOS Genetics | https://doi.org/10.1371/journal.pgen.1007359 April 25, 2018 21 / 23
46. Kramer L, Ungermann C (2011) HOPS drives vacuole fusion by binding the vacuolar SNARE complex
and the Vam7 PX domain via two distinct sites. Mol Biol Cell 22: 2601–2611. https://doi.org/10.1091/
mbc.E11-02-0104 PMID: 21613544
47. Meiringer CT, Rethmeier R, Auffarth K, Wilson J, Perz A, et al. (2011) The Dsl1 protein tethering com-
plex is a resident endoplasmic reticulum complex, which interacts with five soluble NSF (N-ethylmalei-
mide-sensitive factor) attachment protein receptors (SNAREs): implications for fusion and fusion
regulation. J Biol Chem 286: 25039–25046. https://doi.org/10.1074/jbc.M110.215327 PMID: 21550981
48. Scales SJ, Yoo BY, Scheller RH (2001) The ionic layer is required for efficient dissociation of the
SNARE complex by alpha-SNAP and NSF. Proc Natl Acad Sci U S A 98: 14262–14267. https://doi.org/
10.1073/pnas.251547598 PMID: 11762430
49. Graf CT, Riedel D, Schmitt HD, Jahn R (2005) Identification of functionally interacting SNAREs by using
complementary substitutions in the conserved ’0’ layer. Mol Biol Cell 16: 2263–2274. https://doi.org/10.
1091/mbc.E04-09-0830 PMID: 15728725
50. McLelland GL, Lee SA, McBride HM, Fon EA (2016) Syntaxin-17 delivers PINK1/parkin-dependent
mitochondrial vesicles to the endolysosomal system. J Cell Biol 214: 275–291. https://doi.org/10.1083/
jcb.201603105 PMID: 27458136
51. Katz L, Brennwald P (2000) Testing the 3Q:1R "rule": mutational analysis of the ionic "zero" layer in the
yeast exocytic SNARE complex reveals no requirement for arginine. Mol Biol Cell 11: 3849–3858.
PMID: 11071911
52. Graham ME, Washbourne P, Wilson MC, Burgoyne RD (2001) SNAP-25 with mutations in the zero
layer supports normal membrane fusion kinetics. J Cell Sci 114: 4397–4405. PMID: 11792805
53. Lauer JM, Dalal S, Marz KE, Nonet ML, Hanson PI (2006) SNARE complex zero layer residues are not
critical for N-ethylmaleimide-sensitive factor-mediated disassembly. J Biol Chem 281: 14823–14832.
https://doi.org/10.1074/jbc.M512706200 PMID: 16522630
54. Schwartz ML, Nickerson DP, Lobingier BT, Plemel RL, Duan M, et al. (2017) Sec17 (alpha-SNAP) and
an SM-tethering complex regulate the outcome of SNARE zippering in vitro and in vivo. Elife 6.
55. Perez-Victoria FJ, Bonifacino JS (2009) Dual roles of the mammalian GARP complex in tethering and
SNARE complex assembly at the trans-golgi network. Mol Cell Biol 29: 5251–5263. https://doi.org/10.
1128/MCB.00495-09 PMID: 19620288
56. Laufman O, Kedan A, Hong W, Lev S (2009) Direct interaction between the COG complex and the SM
protein, Sly1, is required for Golgi SNARE pairing. EMBO J 28: 2006–2017. https://doi.org/10.1038/
emboj.2009.168 PMID: 19536132
57. Chou HT, Dukovski D, Chambers MG, Reinisch KM, Walz T (2016) CATCHR, HOPS and CORVET
tethering complexes share a similar architecture. Nat Struct Mol Biol 23: 761–763. https://doi.org/10.
1038/nsmb.3264 PMID: 27428774
58. Lorincz P, Lakatos Z, Varga A, Maruzs T, Simon-Vecsei Z, et al. (2016) MiniCORVET is a Vps8-con-
taining early endosomal tether in Drosophila. Elife 5.
59. Pulipparacharuvil S, Akbar MA, Ray S, Sevrioukov EA, Haberman AS, et al. (2005) Drosophila Vps16A
is required for trafficking to lysosomes and biogenesis of pigment granules. J Cell Sci 118: 3663–3673.
https://doi.org/10.1242/jcs.02502 PMID: 16046475
60. Juhasz G, Hill JH, Yan Y, Sass M, Baehrecke EH, et al. (2008) The class III PI(3)K Vps34 promotes
autophagy and endocytosis but not TOR signaling in Drosophila. J Cell Biol 181: 655–666. https://doi.
org/10.1083/jcb.200712051 PMID: 18474623
61. Jean S, Cox S, Nassari S, Kiger AA (2015) Starvation-induced MTMR13 and RAB21 activity regulates
VAMP8 to promote autophagosome-lysosome fusion. EMBO Rep 16: 297–311. https://doi.org/10.
15252/embr.201439464 PMID: 25648148
62. Nagy P, Varga A, Kovacs AL, Takats S, Juhasz G (2015) How and why to study autophagy in Drosoph-
ila: It’s more than just a garbage chute. Methods 75: 151–161. https://doi.org/10.1016/j.ymeth.2014.11.
016 PMID: 25481477
63. Lorincz P, Lakatos Z, Maruzs T, Szatmari Z, Kis V, et al. (2014) Atg6/UVRAG/Vps34-containing lipid
kinase complex is required for receptor downregulation through endolysosomal degradation and epithe-
lial polarity during Drosophila wing development. BioMed research international 2014: 851349. https://
doi.org/10.1155/2014/851349 PMID: 25006588
64. Glatz G, Gogl G, Alexa A, Remenyi A (2013) Structural mechanism for the specific assembly and acti-
vation of the extracellular signal regulated kinase 5 (ERK5) module. J Biol Chem 288: 8596–8609.
https://doi.org/10.1074/jbc.M113.452235 PMID: 23382384
65. Raben N, Baum R, Schreiner C, Takikita S, Mizushima N, et al. (2009) When more is less: excess and
deficiency of autophagy coexist in skeletal muscle in Pompe disease. Autophagy 5: 111–113. PMID:
19001870
Non-canonical role of Ykt6 in autophagosome-lysosome fusion
PLOS Genetics | https://doi.org/10.1371/journal.pgen.1007359 April 25, 2018 22 / 23
66. Pircs K, Nagy P, Varga A, Venkei Z, Erdi B, et al. (2012) Advantages and limitations of different p62-
based assays for estimating autophagic activity in Drosophila. PloS one 7: e44214. https://doi.org/10.
1371/journal.pone.0044214 PMID: 22952930
67. Sevrioukov EA, He JP, Moghrabi N, Sunio A, Kramer H (1999) A role for the deep orange and carnation
eye color genes in lysosomal delivery in Drosophila. Mol Cell 4: 479–486. PMID: 10549280
68. Biasini M, Bienert S, Waterhouse A, Arnold K, Studer G, et al. (2014) SWISS-MODEL: modelling pro-
tein tertiary and quaternary structure using evolutionary information. Nucleic Acids Res 42: W252–258.
https://doi.org/10.1093/nar/gku340 PMID: 24782522
Non-canonical role of Ykt6 in autophagosome-lysosome fusion
PLOS Genetics | https://doi.org/10.1371/journal.pgen.1007359 April 25, 2018 23 / 23
